Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.051; wR factor = 0.216; data-to-parameter ratio = 21.5.
In the title compound, C 19 H 23 N, the piperidine ring has a chair conformation. The phenyl rings are inclined to one another by 52.76 (16) . One of the methyl substituents on the piperidine ring is axial while the other is equatorial, like the phenyl rings. In the crystal, molecules are linked via C-HÁ Á Á interactions, forming zigzag chains along [001] .
Related literature
For the biological activity of piperidine derivatives, see: Parthiban et al. (2005 Parthiban et al. ( , 2009a Parthiban et al. ( ,b, 2011 Aridoss et al. (2007) . For related structures, see: Aravindhan et al. (2009); Sugumar et al. (2013) . For ring puckering analysis, see: Cremer & Pople (1975); Nardelli (1983 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of rings C1-C6 and C12-C17, respectively. Piperidone molecules exhibit a broad-spectrum of biological activities ranging from anti-bacterial to anti-cancer (Parthiban et al., 2005 (Parthiban et al., , 2009b (Parthiban et al., , 2011 . Isolation from natural products as well as synthesis of new molecules and the stereochemical analysis of this class of compounds are important in the field of medicinal chemistry. 2,6-disubstituted piperidones and their N-substituted derivatives are of great importance due to their significant pharmacological properties (Parthiban et al., 2009a; Aridoss et al., 2007) .
The molecular structure of the title molecule is illustrated in Fig. 1 . The bond distances and angles are normal and close to those observed previously for similar compounds (Aravindhan et al., 2009; Sugumar et al., 2013) .
The piperidine ring adopts a chair conformation as defined by the puckering parameters (Cremer & Pople, 1975) and the smallest displacement asymmetry parameters (Nardelli, 1983) for the piperidine ring are q2 = 0. 0326 (3) Å, q3 = -0.579 (3) Å, QT = 0.5803 (3) Å,Theta2 2 = 176.78 (3)° and D2(C7-N1) = 0.0050 (1) Å. The dihedral angle between the two phenyl rings is 52.80 (2)°.
In the crystal, molecules are linked via C-H···π interactions forming zigzag chains along [001]; see Table 1 and Fig. 2 .
Experimental
A mixture of 3,5-dimethyl-2,6-diphenylpiperidin-4-one (10 mmol) and 80% hydrazine hydrate (3.1 ml) in diethylene glycol (40 ml) was heated on a steam bath for 2 h. Potassium hydroxide pellets (2.8 g) were added to the mixture and the contents were refluxed vigorously on a heating mantle for another 2 h and then the reaction mixture was cooled. The product was filtered and recrystallized from ethanol yielding block-like colourless crystals.
Refinement
H atoms were positioned geometrically and treated as riding atoms: C-H = 0.93-0.98 Å, N-H =0.86 Å with U iso (H)= 1.5U eq (C-methyl) and = 1.2U eq (N,C) for other H atoms. supplementary materials sup-2 Acta Cryst. (2014). E70, o404
Figure 1
The molecular structure of the title molecule, with atom labelling. Displacement ellipsoids are drawn at the 30% probability level.
Figure 2
A view along the a axis of the crystal packing of the title compound. The centroids of phenyl rings C1-C6 and C12-C17 are marked with red dots and the dashed lines indicate the C-H···π interactions (see Table 1 ). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
c-3,t-5-Dimethyl-r-2,c-6-diphenylpiperidine

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
